Coleoptera is the most diverse group of insects with over 360,000 described species divided into four suborders: Adephaga, Archostemata, Myxophaga, and Polyphaga. In this study, we present six new complete mitochondrial genome (mtgenome) descriptions, including a representative of each suborder, and analyze the evolution of mtgenomes from a comparative framework using all available coleopteran mtgenomes. We propose a modification of atypical cox1 start codons based on sequence alignment to better reflect the conservation observed across species as well as findings of TTG start codons in other genes. We also analyze tRNA-Ser(AGN) anticodons, usually GCU in arthropods, and report a conserved UCU anticodon as a possible synapomorphy across Polyphaga. We further analyze the secondary structure of tRNA-Ser(AGN) and present a consensus structure and an updated covariance model that allows tRNAscan-SE (via the COVE software package) to locate and fold these atypical tRNAs with much greater consistency. We also report secondary structure predictions for both rRNA genes based on conserved stems. All six species of beetle have the same gene order as the ancestral insect. We report noncoding DNA regions, including a small gap region of about 20 bp between tRNA-Ser(UCN) and nad1 that is present in all six genomes, and present results of a base composition analysis.
Introduction
Animal mitochondrial genomes (mtgenomes) are small, circular DNA with length ranging from 14,000 bp to 17,000 bp (Boore 1999; Cameron, Johnson, and Whiting 2007) . They usually encode 37 genes (13 proteincoding, 22 transfer RNA, and 2 ribosomal RNA genes). The number of complete mtgenomes has steadily been on the rise with the technical feasibility of sequencing their entirety (Hwang et al. 2001; Yamauchi et al. 2004 ). This increasing availability of mtgenome data invites comparative study. In addition to the large amount of nucleotide data that is useful for deep-level phylogenetic studies (Gray et al. 1999; Nardi et al. 2003; Cameron et al. 2004; Cameron, Barker, and Whiting 2006; Cameron, Lambkin, et al. 2007 ), mtgenomes possess a number of evolutionarily interesting features such as length variation (Boyce et al. 1989 ), altered tRNA anticodons or secondary structures (Steinberg and Cedergren 1994; Eddy 2002) , atypical start codons (e.g., Lavrov et al. 2000) , base compositional bias (Gibson et al. 2004; Gowri-Shankar and Rattray 2006) , codon usage (Jia and Higgs 2007) , and gene rearrangement (Zhang and Hewitt 1997; Shao and Barker 2003; Mueller and Boore 2005) . Some of these features appear to be lineage specific (Dowton et al. 2002) ; however, this insight can only be obtained from comparative analysis at various taxonomic levels.
Insect order Coleoptera contains over 360,000 described species divided into four suborders: Adephaga, Archostemata, Myxophaga, and Polyphaga (Lawrence and Newton 1982) . Despite the size and diversity of the group, there are only six published (Tribolium, Crioceris, Pyrocoelia, two species of Rhagophthalmus, and Pyrophorus) and one unpublished (Anoplophora) beetle mtgenomes, all of which belong to suborder Polyphaga (Friedrich and Muqim 2003; Stewart and Beckenbach 2003; Bae et al. 2004; Li et al. 2007; Arnoldi et al. 2007 ) (table 1). The data from these seven mtgenomes suggest that the gene arrangement of Coleoptera follows that of the ancestral insect, that they all have a derived UCU anticodon and a reduced or missing D-stem in tRNA-Ser(AGN), and that they have atypical cox1 start codons (Friedrich and Muqim 2003; Stewart and Beckenbach 2003; Bae et al. 2004; Li et al. 2007; Arnoldi et al. 2007 ). However, there has not been an attempt to describe the possible diversity of mtgenomes across the beetle suborders.
In this paper, we present six new beetle mtgenome descriptions, including representatives of Archostemata, Adephaga, and Myxophaga, and three additional Polyphaga mtgenomes from superfamilies not represented in previous analyses. The comparison of mtgenomes from all four suborders provides unique insights into the evolution of the mtgenome. We use the available 13 coleopteran mtgenomes to highlight unique features and shared characteristics and to point out particular parts of the mtgenome that have caused problems for annotation. We present possible solutions for such difficulties based on the comparative information now available.
Materials and Methods mtgenome Sequencing, Annotation, and Analysis
We extracted total genomic DNA using the DNeasy Tissue kit (Qiagen, Hilden, Germany). Prior to extraction, we removed the entire abdominal segment to avoid possible contamination from gut content and to retain taxonomically important genital structures as vouchers. In all species, we used the entire body without abdomen. We followed primer walking and polymerase chain reaction protocols described in Cameron, Lambkin, et al. (2007) . The species-specific primers designed for this study are available upon request from H.S. Morphological voucher specimens and remaining genomic DNA extracts were deposited in the Insect Genomic Collection of the Department of Biology and MLBM Museum, Brigham Young University. Throughout this paper, we refer to all species by their generic name. GenBank accession numbers, specimen vouchers, classifications, and collecting localities are listed in table 1.
Raw sequence files were proofread and aligned into contigs in Sequencher 4.6 (GeneCodes Corporation, Ann Arbor, MI). We used the programs tRNAscan-SE (Lowe and Eddy 1997) , INFERNAL (Eddy 2002) , DOGMA (Wyman et al. 2004) , and our unpublished software MO-SAS to annotate the genomes. We located tRNAs with tRNAscan-SE with the default tRNA covariance model (CM), and we developed a new CM for coleopteran mitochondrial tRNA-Ser(AGN). We developed the new CM by creating an alignment of all 13 tRNA-Ser(AGN)s using INFERNAL's cmalign utility and modifying alignments by hand to eliminate the D-stem, in order to create a structural alignment more consistent with what is known about the structure of this tRNA. We used the COVE utility coveb (Eddy and Durbin 1994) to create a new CM and used this model to annotate tRNA-Ser(AGN). We also used the hand-curated INFERNAL alignment to infer a consensus secondary structure for tRNA-Ser(AGN). For questionable tRNAs, we used INFERNAL and Rfam to further investigate and sometimes revise tRNA annotation (Griffiths-Jones et al. 2005) . DOGMA and MOSAS facilitate the annotation of organellar genomes by utilizing BLAST against published mtgenomes (e.g., Podsiadlowski 2006). After DOGMA and MOSAS reported general locations for genes based on similarity to other species, we identified start and stop codons to complete the annotation. The end of the small subunit rRNA (12S) was assigned by alignment with the secondary structures of 12S genes of other insects (Gillespie et al. 2006; Cameron and Whiting 2008) . Helices were numbered according to the naming system of Gillespie et al. (2006) .
For comparison to published genomes, we downloaded the published beetle mtgenome sequences from GenBank. For many of the alignments, such as aligning gap regions and tRNAs across beetle mtgenomes, we used MUSCLE (Edgar 2004) . To determine the start codon of nad1 and cox1, we made an alignment based on the translated amino acid sequences using ClustalW (Thompson et al. 1994) as implemented in MEGA version 3 (Kumar et al. 2004) . In order to compare base compositional profiles of the six new species, we calculated base composition by codon position for each gene individually.
Results and Discussion mtgenome Organization and Gene Content
The present study reports six new beetle mtgenomes, including sequences belonging to all four suborders of Coleoptera (table 2) . Complete mtgenome sequences were obtained for Tetraphalerus (15,689 bp) and Cyphon (15,919 bp). Entire coding sequences with a partial control region were obtained for Sphaerius (15735 bp), Chaetosoma (15,511 bp), Priasilpha (16,887 bp), and Trachypachus (15,991 bp). A comparison of the mtgenome size across all four suborders of Coleoptera based on this study and previous studies suggests that the size of the coding region in Coleoptera is relatively stable around 14,700 bp in length (large intergenic spacers can cause deviations from this pattern). Although the length of coding region is constrained in order for the genes to function properly, the A þ T-rich control region, located between the small rRNA subunit (12S) and tRNA-Ile, is free from such functional constraints, and its length variation is considerable. Despite being incomplete, the control region of Priasilpha was still longer than that of any other complete beetle mtgenome previously reported (table 3) . Based on a restriction site mapping of mtDNA, Boyce et al. (1989) found that the control region of bark weevil Pissodes was extremely large (9-13 kb) and reported considerable size variation in the control region of Curculionidae. The size of the control region is therefore not consistent within beetle lineages but varies across them (Zhang and Hewitt 1997) .
The six mtgenomes had varying degrees of high A þ T content, ranging from 66.2% to 80.4% in the coding region and 78.4% to 91.0% in the control region (table 3). The A þ T content of the control region was consistently higher than that of the coding region, which is a well-documented pattern in insect mtgenomes (Clary and Wolstenholme 1985; Zhang and Hewitt 1997) . To understand what contributed to this variation in base composition, we examined the base frequency of the protein-coding genes by codon position ( fig. 1) . Overall, all six beetle mtgenomes followed similar compositional profiles, but Trachypachus (Adephaga) and Sphaerius (Myxophaga) exhibit extremely low C and G content in the third codon position. The overall A þ T content of Tetraphalerus (Archostemata) is the lowest of all, and in this species, the C þ G content is not as biased toward first and second codon positions. When the compositional profiles of individual protein-coding genes are examined, it becomes evident that a considerable amount of gene-specific variation exists ( fig. 2 ). For instance, in Cyphon, the frequencies of A and T in each codon position are relatively stable, whereas those of G and C vary highly across the protein-coding genes. From these observations, we can hypothesize that there is considerable variability in nucleotide content not only among different species but also among genes and codon positions. The six beetle species we sequenced, like the seven previously reported, retain the inferred ancestral gene complement for insects (Boore 1999 ). There were no rearrangements, duplications, or deletions of any genes within these mtgenomes. This suggests that there have not been significant gene rearrangements during the diversification of Coleoptera. Given the diversity of beetles, this molecular stability is a remarkable finding because most other major insect orders exhibit diagnostic rearrangements for major taxonomic groups (Dowton and Austin 1999; Thao et al. 2004; Castro et al. 2006; Cameron and Whiting 2008) . In fact, only Diptera appears to be as conservative with respect to mtgenome structure as Coleoptera (Cameron, Lambkin, et al. 2007 ).
Noncoding DNA In our annotations, many gene boundaries have been assigned to avoid the implications of noncoding intergenic spacers and gene overlaps. Mitochondrial evolution has traditionally been viewed as favoring genome size reduction (Rand 1993; Macey et al. 1997; McKnight and Shaffer 1997; Boore 1999) , possibly by eliminating intergenic spacers (Burger et al. 2003) . From an evolutionary perspective, it makes sense that nonfunctional intergenic spacers would be eliminated over time, especially in the highly reduced and efficient mtgenome. Sometimes intergenic spacers are reduced to the point of gene overlap. However, such cases appear to be the exception rather than the rule, due both to posttranscriptional complications (if abutting genes are encoded on the same strand) as well as the low probability that the nucleotides at the end of one gene are also useful as part of an abutting reversed gene. As such, we attempted to avoid both intergenic spacers and overlaps between genes on either strand of the genome in our annotation, but we did identify a number of intergenic spacer regions of variable size.
Although most spacers appeared to be unique to individual species (see below), a small intergenic region between the tRNA-Ser(UCN) and nad1 genes, ranging between 17 and 22 bp in length, was found in all six species. An intergenic spacer of this size at this location has been reported in other insects (e.g., Kim et al. 2006 ) and arthropods (e.g., Lavrov et al. 2000) . Four of the six previously published beetle mtgenomes also have this intergenic spacer, which ranges between 16 and 20 bp in size, and only the two species of genus Rhagophthalmus lack it (Li et al. 2007 ). These latter two species have only about 4 bp in this region. However, we can attribute this disparity to insertions and deletions near the end of nad1 that may be the result of sequencing errors or correction by posttranslational modification. The Anoplophora sequence is also one nucleotide off, shifting the reading frame to avoid the conserved stop codon the other beetles use. In this case, the authors annotated the gene with a partial stop codon (T) to preserve the conserved spacer. According to Taanman (1999) , this intergenic spacer region may correspond to the binding site of mtTERM, a transcription attenuation factor, as this position signifies the end of the major-strand coding region. Cameron and Whiting (2008) presented an alignment of several insect orders, highlighting a 7-bp motif (ATACTAA) conserved across Lepidoptera. When we aligned this region across all coleopteran mtgenomes, we found 5 bp (TACTA or its reverse complement TAG-TA) to be conserved, and this region matches well the corresponding motif in Lepidoptera (Cameron and Whiting 2008;  fig. 3 ). In addition to small intergenic regions, there were larger spacer regions of varying A þ T content found in different locations in several species (table 2). These regions had no tandem repeats, did not produce any significant BLAST results, did not fold like tRNAs, and did not include open reading frames in either direction, which suggest that they are likely noncoding and nonfunctional. Although noncoding intergenic spacer regions between coding genes have been reported for several insects (e.g., Crozier RH and YC Crozier 1993; Boore 1999; Dotson and Beard 2001; Bae et al. 2004; Cameron, Beckenbach, et al. 2006) , their exact origin and function are often unclear. What is evident from this study is that these noncoding regions are lineage specific and common and not conserved at higher taxonomic levels within Coleoptera. Additional sampling will, however, be useful to determine if some of these noncoding regions are conserved across groups of closely related species. Lee et al. 2006; Fenn et al. 2007; Cameron and Whiting 2008) . AAA (lysine), ATT (isoleucine), CTA (leucine), and ATC (isoleucine) have all been proposed as possible start codons in Coleoptera. Without an explicit RNA expression study, it is impossible to determine exactly where cox1 starts; however, by aligning the region encompassing tRNA-Tyr and cox1 from all known beetle mtgenomes, we can more accurately determine theoretical start codons for the cox1 gene in Coleoptera (fig. 4) . The possible traditional ATN start codons (isoleucine) near the beginning of cox1 lie either within tRNA-Tyr or 36 bp after the end of the tRNA-Tyr. We argue that it would be most logical to choose a start codon for cox1 that would minimize intergenic space and gene overlaps. The first nonoverlapping in-frame codon in cox1 is well conserved throughout all six divergent superfamilies within Polyphaga, and it is possible to choose asparagine (AAT or AAC) as a start codon. At the same site, Tetraphalerus and Sphaerius have glutamine (CAA) and Trachypachus has arginine (CGA). This start location is well conserved, located only a single base pair downstream from the end of the tRNA-Tyr in most species. These codons correspond to the beginning of a highly conserved region, suggesting that this region may be functionally constrained. From our finding, it is possible to hypothesize that asparagine may function as a molecular synapomorphy for Polyphaga.
Initiation and Termination in Protein-Coding Genes
In insects, most protein-coding genes except cox1 use typical ATN (methionine or isoleucine) start codons, and we found the same pattern in all six beetle species (table 4). However, there were some genes that varied: nad1 of Trachypachus, Sphaerius, Chaetosoma, and Priasilpha and nad2 of Sphaerius. For these genes, there is no upstream possibility of ATN start codon due to in-frame stop codons, and downstream possibilities all create a considerable intergenic gap. In this study, we propose TTG (leucine) as a start codon for these genes (Okimoto et al. 1990 ). TTG has been proposed as a start codon for nad1 in several insects, including Anopheles quadrimaculatus (Mitchell et al. 1993) , Tricholepidion gertschi (Nardi et al. 2003) , and Pyrocoelia rufa (Bae et al. 2004 ). In justifying the use of this start codon, Bae et al. (2004) argued from the evolutionary economic perspective that it would minimize intergenic space and avoid overlap with the abutting tRNA. Even more importantly, TTG as a start codon of nad1 is positionally well conserved as inferred from an alignment of all published beetle mtgenomes ( fig. 5) . Although some of the previously published mtgenomes (Crioceris, Tribolium, and Anoplophora) annotated nad1 with a typical ATN start codon which created overlap with tRNA-Leu or a considerable intergenic gap, we suggest that TTG is a more conserved possibility ( fig. 5 ). Additionally, with the revised start codons, the C-terminal end of the peptide is quite conserved with an acidic polar amino acid (D or E) at position 5, and neutral, nonpolar amino acids (I, L, M, V, or F) at positions 1-4 and 6-11 ( fig. 5 ). The evolution of the TTG start codon does not appear to be lineage specific, however. Of the seven polyphagan species, two had the typical ATN (methionine) start codon, whereas the other five had the TTG (leucine) start codon ( fig. 5 ). Different start codons were used in two lineages (Pyrocoelia and Rhagophthalmus) within the same superfamily (Elateroidea), suggesting that the TTG start codon has evolved multiple times within Coleoptera without much lineage-specific conservation. The use of incomplete stop codons (T or TA) was frequent in each of the six mtgenomes (table 4), due to ends of protein-coding genes overlapping with the abutting tRNAs. It is hypothesized that a complete stop codon (TAA) is created through posttranscriptional polyadenylation (Ojala et al. 1981) . The presence of partial stop codons is well documented in insects (Beard et al. 1993; Coates et al. 2005; Castro et al. 2006) . Not surprisingly, complete stop codons were more often TAA than TAG, consistent with patterns found in previously published mtgenomes.
tRNA-Ser(AGN)
In insect mtgenomes, there are typically 22 tRNAs, with tRNA-Ser and tRNA-Leu 8-fold redundant (two sets of 4-fold redundant tRNAs) (Boore 1999) . The length of tRNAs ranged between 60 bp and 75 bp. When compared across all beetle species, including the previously published mtgenomes, we found that the tRNAs were highly conserved within Coleoptera and that all the anticodons were identical and completely conserved, with one exception: the tRNA-Ser(AGN). This particular tRNA was also the most difficult to locate and fold using conventional tRNA search methods such as tRNAscan-SE because it often does not fold into a normal cloverleaf structure due to the absence of stem pairings in the DHU arm ( fig. 6 ). This missing D-stem has been reported in insects (Beard et al. 1993; Crozier RH and Crozier YC 1993; Shao and Barker 2003; Bae et al. 2004) , mammals (Chimnaronk et al. 2005; Putz et al. 2007) , as well as the rest of Metazoa (Steinberg and Cedergren 1994) . Garey FIG. 5.-An alignment of the tRNA-Leu and nad1 genes. Dotted line indicates hypothetical amino acid translation of nucleotide sequence that codes for tRNA-Leu. Bold letters indicate the amino acids of the putative start codons that were previously proposed. The box indicates our proposed start codons, which shows that the TTG start codon (leucine) is more common than previously thought.
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and Wolstenholme (1989) proposed that the missing Dstem in tRNA-Ser(AGN) evolved very early in the evolution of Metazoa. Despite lacking this stem, however, this tRNA is normally considered to be functional (Steinberg and Cedergren 1994; Stewart and Beckenbach 2003) . In an in vitro study, Hanada et al. (2001) found that bovine tRNA-Ser(AGN) (which lacks the D-stem) is functional, although somewhat less effective than other cloverleafshaped tRNAs.
tRNAscan-SE is often unable to find tRNA-Ser(AGN) because organellar genome searches in tRNAscan-SE are based on COVE (Eddy and Durbin 1994) , which uses a CM to model the structure of typical tRNAs. The general model employed by default is based on a secondary structure alignment of over 1,000 tRNAs from all three domains of life. However, because mitochondrial tRNA-Ser(AGN) is often missing an entire stem, attempting to apply the default CM to this specific class of atypical tRNAs often fails. In order to better understand the consensus structure and ameliorate the problem of finding and folding this tRNA for future mtgenome studies, we constructed a new, specific CM that enables COVE to locate and fold this tRNA in particular. Using COVE with the specific model, we were able to identify and fold tRNA-Ser(AGN) for all 13 species with very good sensitivity (CM available from N.C.S.). Because it is not impressive that a model performs well on the sequences that were used to construct it, we also tested the new CM on additional mtgenomic regions both within Coleoptera (five unpublished mtgenomes encompassing three of the four suborders) and other insect orders including Diptera, Lepidoptera, Hymenoptera, Orthoptera, and Hemiptera (table 5). The new CM was able to identify and fold tRNA-Ser(AGN) in all cases, whereas the default CM often failed to locate it. In cases where the default CM found the tRNA-Ser(AGN), the location was usually slightly different and the resulting secondary structure questionable, whereas the new CM yielded boundaries in greater accordance with published results and secondary structures that match the consensus. We found no false positives in this data set with a COVE score cutoff of 15. Thus, we have shown the new CM to perform well on other insects, despite that fact that it was built using only coleopteran sequences. Perhaps, most importantly, we have demonstrated the utility of specific CMs to facilitate uniform and automated annotation of atypical tRNAs. Although most arthropods use a GCU anticodon in tRNA-Ser(AGN), all beetle mtgenomes published so far have the UCU anticodon for this tRNA, suggesting that this anticodon may be a molecular synapomorphy for Coleoptera. Outside of Coleoptera, there are a few arthropods that reportedly use a UCU anticodon in tRNA-Ser(AGN), including the sea firefly Vargula hilgendorfii (Ogoh and Ohmiya 2004) , the hermit crab Pagurus longicarpus (Hickerson and Cunningham 2000) , and all species of lice studied to date (Cameron, Johnson, and Whiting 2007) . With an expanded taxon sampling including all four coleopteran suborders, we found that while all the species belonging to the Polyphaga had the UCU anticodon, Trachypachus, Sphaerius, and Tetraphalerus, representing the smaller suborders Adephaga, Myxophaga, and Archostemata, respectively, had the common GCU anticodon instead ( fig. 7) . Except for the single base difference, the sequences for anticodon and anticodon loop, as well as the distal three paired bases, were identical across all beetles. Given that most arthropods have the GCU anticodon in the tRNA-Ser(AGN), it is possible to speculate that the ancestral anticodon for Coleoptera was GCU, which mutated to UCU in the common ancestor of Polyphaga, thus serving as a molecular synapomorphy for this suborder.
Ribosomal RNAs
The mitochondrial ribosomal RNA genes of beetles are largely uniform across the suborders and similar in secondary structure to those proposed for other insect orders (Gillespie et al. 2006; Cameron and Whiting 2008 ) (supplementary fig. S1 and S2, Supplementary Material online). The published annotations of 12S for beetles all included additional bases at the 5# end that would play no functional role in the mature rRNA and so are likely not part of the gene. The 5# end of the 12S molecule was made up of a short, unpaired leader sequence (4-5 bp) followed by a pseudoknot formed by stem H9 and the 5# portion of stem H17. This pseudoknot can thus be used in the annotation of the 12S gene with the consensus sequence AAGTT-TDA-TYWT-DRYTT; the first and last 5 bp form the 5# and 3# portions, respectively, of stem H9. There was some length variation across the rest of 12S within Coleoptera, with most of variability located in the H47 stem and in the loop regions between H577 and H673. H47 is highly variable between different insect groups-it consists of a short stem and large loop in Hymenoptera (Gillespie et al. 2006 ) or a long stem and short loop in Lepidoptera (Cameron and Whiting 2008) . Most beetles had the long stem form similar to Lepidoptera; however, the elateroid genera (Pyrocoelia, Rhagophthalmus, and Pyrophorus) had the short stem form found in Hymenoptera.
The 16S is more variable than the 12S both across insects and across beetles. The 16S is traditionally annotated as the entire region between adjacent tRNA genes (tRNAVal and tRNA-Leu(CUN)). This results in considerable length variability in the 5# end of the gene, approximately 150 bp upstream of the H533 stem. We were able to identify the three stems in this region (H183, H235, and H461); however, there was considerable sequence variability in these stems and length variability in the regions between them. At the 3# end, there was some length variability between different beetle species; however, all beetles had truncated 16S genes relative to Lepidoptera and Hymenoptera, lacking the 3# half and most of the loop region of the H2735 stem-loop. The major regions of length variation in beetles were the H837 and H2077 stems-loops as well as the bulge region in the middle of the H991 stem-loop. The large insertion regions and microsatellite regions that distinguish the 16S genes of Lepidoptera were absent, resulting in a much shorter 16S gene in beetles.
Conclusion
Our study represents the first comprehensive comparative analysis of beetle mtgenomes. We find that Coleoptera follows the ancestral insect arrangement with no deletions or duplications. There are several common features that many beetle lineages share, such as a noncoding region of about 18 bp between nad1 and tRNA-Leu(CUN) and the usage of a noncanonical TTG start codon. To cope with the atypical structure of tRNA-Ser(AGN), we present a new specific CM for use with COVE and tRNAscan-SE that allows for more consistent identification and secondary structure prediction of this tRNA. We also find that smaller beetle suborders have the common GCU anticodon for tRNA-Ser(AGN), whereas all polyphagans share a rare UCU anticodon variant. We hypothesize that this UCU anticodon of tRNA-Ser(AGN) and asparagine as a start codon for cox1 are possible molecular synapomorphies for the suborder Polyphaga. Our study demonstrates the importance of comparative analysis in understanding the evolution of mtgenome. -An alignment of tRNA-Ser(UCN) anticodon loops (and 3 paired stem nucleotides). Among beetles, Adephaga, Archostemata, and Myxophaga have the common GCU anticodon; all polyphagan species reported to date have the uncommon UCU anticodon, which suggests that this particular anticodon might be a possible molecular synapomorphy for Polyphaga.
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